Targeted enrichment with Watchmaker TAPS+ distinguishes immune cell types by methylation

BROA = signal in concordance with WGS
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TAPS+ Enables Standard WGS Level
Small Variant Calling Along with
Methylation Signal
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S A A T T A IGV visualization of methylation sequencing data from cell-line A673 showing clear

evidence of the expected gene fusion event. TAPS+ enables high quality alignment

Pairwise overall methylation levels across the 12 mouse needed to detect fusion breakpoints.
samples also correlate well between nf-core and DRAGEN



